Some compounds which are related to the title compound have been shown to have medicinal properties (Yang et al., 1997). The molecular structure of the title compound is shown in Fig .1 . The morpholine ring (C1-C4/O1/N1) has a chair conformation. The bond lengths and angles can be compared to those within a related structure (Li, 2011). In the crystal, pairs of molecules are linked into inversion dimers by N-H···O hydrogen bonds.
In the title molecule, C 11 H 14 ClN 3 O 2 , the morpholine ring has a chair conformation. In the crystal, pairs of molecules are linked into inversion dimers by N-HÁ Á ÁO hydrogen bonds.
Related literature
For the medicinal properties of related compounds, see: Yang et al. (1997) . For a related structure, see: Li (2011 
Data collection
Bruker SMART CCD diffractometer 11894 measured reflections 2857 independent reflections 1502 reflections with I > 2(I) R int = 0.043 Refinement R[F 2 > 2(F 2 )] = 0.045 wR(F 2 ) = 0.180 S = 1.17 2857 reflections 154 parameters H-atom parameters constrained Á max = 0.20 e Å À3 Á min = À0.29 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 3; Ày; Àz.
Data collection: SMART (Bruker 1997); cell refinement: SAINT (Bruker 1997); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL.
Refinement
H atoms were fixed geometrically and allowed to ride on their attached atoms, with C-H distances = 0.93-0.97 Å; N-H = 0.86 Å and with U iso (H) = 1.2U eq (C,N). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Computing details
R int = 0.043 θ max = 27.5°, θ min = 3.0°h = −17→17 k = −12→12 l = −12→12 Refinement Refinement on F 2 Least-squares matrix: full R[F 2 > 2σ(F 2 )] = 0.045 wR(F 2 ) = 0.180 S = 1.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

